2-(2-Amino-5-methyl-1,2,4-triazolo [1,5-a 
Structure description
Pyrimidine is one of the most important heterocycles that are widely used as a key building unit for the preparation of many pharmaceutical compounds. Fusion of pyrimidine with 1,2,4-triazole gives 1,2,4-triazolo[1,5-a]pyrimidine (Salas et al., 1999) . These molecules are thermodynamically stable and, thus, the most studied (Fischer et al., 2008) . Recently, due to their diverse pharmacological activities, such as antitumor potency (Zhang et al., 2007) and antimicrobial activity (Luo et al., 2013) , it is understandable that research on the synthesis of these compounds has intensified. As part of our ongoing research program on heterocyclic compounds which may serve as leads for designing novel chemotherapeutic agents, we were particularly interested to examined the action of hydrazine hydrate on ethyl 2-(2-amino-5-methyl-1,2,4-triazolo[1,5-a] pyrimidin-7-yl) acetate leading to the corresponding 2-(2-amino-5-methyl [1, 2, 4] triazolo [1,5-a] pyrimidin-7-yl)acetohydrazide (Fig. 1) .
In the crystal, a network of O-HÁ Á ÁO, O-HÁ Á ÁN, N-HÁ Á ÁO and N-HÁ Á ÁN hydrogen bonds (Table 1 ) links the components into layers which include the lattice water molecules (Fig. 2) . The layers are held together by -stacking interactions as shown in Fig. 3 . The dihedral angle between the mean planes of the two molecules is 1. 48 (8) and the slippage is 0.89 Å . 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å , ). A detail of the -stacking interactions between molecules at x, y, z and 2 À x, 1 À y, 1 À z. Computer programs: APEX3 (Bruker, 2016) , SAINT (Bruker, 2016) , SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a) , SHELXL2014 (Sheldrick, 2015b) , PLATON (Spek, 2009) , publCIF (Westrip, 2010) .
Figure 1
The title molecule with labeling scheme and 50% probability ellipsoids.
The O-HÁ Á ÁO hydrogen bond is shown as a dotted line.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Hatoms attached to carbon were placed in calculated positions (C-H = 0.95 -0.99 Å) while those attached to nitrogen and to oxygen were placed in locations derived from a difference map and their parameters adjusted to give N-H = 0.91 and O-H = 0.87 Å. All were included as riding contributions with isotropic displacement parameters 1.2 -1.5 times those of the attached atoms. Symmetry codes: (i) −x+1, −y+1, −z+1; (ii) −x+2, −y+2, −z+1; (iii) −x+2, −y+1, −z; (iv) x+1, y, z; (v) −x+1, −y+2, −z+2; (vi) −x+1, −y+2, −z+1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

